| INTRODUC TI ON
Multiple major histocompatibility complex (MHC) class I chain-related loci (MICA-G) are located on the 2-Mb MHC class I segment where human leucocyte antigen (HLA) class I genes reside, representing a second lineage of mammalian MHC class I genes (Bahram, Bresnahan, Geraghty, & Spies, 1994) . Of these, MICA and MICB genes are functional, while other members are pseudogenes. MICB proteins, along with MICA molecules function as stress sentinels that bind with the activating NKG2D receptor expressed on natural killer (NK) cells, γδ T cells and CD8+ αβ T cells, augmenting the cytolysis of virally infected cells or transformed cells (Groh, Steinle, Bauer, & Spies, 1998) . Data available indicate notable allelic repertoire of MICB gene in human ethnic groups (Carapito & Bahram, 2015) . MICB gene polymorphisms are implicated in a variety of diseases, such as pathogen infection and malignancy (Jumnainsong et al., 2008; Khor et al., 2011) . Currently, the MICB*005 group, which is the most common allelic lineage seen in populations studied (Carapito & Bahram, 2015) , has eight allelic variants that are officially assigned (https://raw.githubusercontent.com/ANHIG/IMGTHLA/ Latest/alignments/MICB_nuc.txt; Robinson et al., 2015) . Here, we report a novel MICB allele, MICB*005:09, which has been identified in an individual from the Xinjiang Uyghur population in northwest China.
| MATERIAL S AND ME THODS
The sample carrying the new MICB allele was a 20-year-old healthy male college student of Uyghur ethnicity (local sample ID: WN41) in our sample panel recruited from the Xinjiang Uyghur Autonomous Region, northwest China. Full ethnicity through both maternal and paternal grandparents, familial residence in the area for the last three generations and the language used was confirmed. A blood sample was taken with informed consent. All protocols were approved by the Institutional Review Committee of local authorities. Genomic DNA was extracted from 0.5 ml peripheral blood using a standard salting-out protocol. The MICB locus was typed by polymerase chain reaction-Sanger sequence-based typing (PCR-SBT) method. Briefly, exons 2, 3, 4 and 5 of MICB gene were PCR-amplified in separate reactions using primers as previously described (Liu, Tian, Li, & Cai, 2011) . In addition, exon 6 of MICB gene was PCR-amplified using the sense Resembling that of MICA proteins, the extracellular region of human MICB molecule contains two structural domains: platform (α1α2) and α3 (Holmes, Li, Petersdorf, & Strong, 2002) . Codon 3 participates in the formation of 1st β-sheet of the α1 domain, and it does not belong to NKG2D-binding sites (Carapito & Bahram, 2015) . The presence of sequence variation at codon 3 may have implications in designing primers used in PCR-based MICB genotyping.
| RE SULT AND D ISCUSS I ON
To further explore the distribution of this new MICB allele in other worldwide populations, 26 human populations from five ancestry groups including a Chinese Han population in Beijing and a southern Han Chinese population in the 1,000 Genomes Project Phase 3
were compared for nucleotide position 31473401 at NC_000006.11
Chromosome 6 Reference GRCh37.p13 Primary Assembly, which corresponds to the 8nd nucleotide position of MICB exon 2, using data 
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